ABSTRACT Here, we announce the complete genome sequence of the Escherichia coli myophage vB_EcoM_Alf5 belonging to the genus Felixo1virus, whose members have not been comprehensively studied at the molecular level. Phage vB_EcoM_Alf5 infects E. coli K-12-derived laboratory strains and therefore is well suited for functional studies.
structural proteins, as well as those involved in metabolism of nucleic acids, are most closely related to their counterparts found in bacteriophages VpaE1 and Felix 01 (86 to 100% identity). The most obvious differences between the genomes of Alf5 and other Felixo1virus phages are observed in the ORFs, which encode hypothetical and tail fiber proteins, possibly accounting for their host range.
In conclusion, bacteriophage Alf5 is a good model for both analysis of the differences in the host ranges and functional characterization of genetically related Felixo1virus phages. Accession number(s). The complete genome sequence of vB_EcoM_Alf5 was deposited in GenBank under the accession number KX377933.
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